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The Shannon Human Splicing Pipeline for mRNA Splicing Mutation Analysis, the software described pre-
viously [1], is now available as a web-service at http://shannonpipeline.cytognomix.com.
Plug-ins to the CLC bio Genomics workbench and server are also supported, as previously indicated in the
article. However the new web resource does not require any other software to perform an analysis. Input
consists of a standard VCF file containing a set of DNA variants and genome coordinates.
Registration is required for either trial access or a subscription.
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